MiRNAs regulate adipose tissue development, which are closely 46 related to subcutaneous and intramuscular fat deposition and adipocyte 47 differentiation. As an important economic and agricultural animal, rabbits 48 have low adipose tissue deposition and are an ideal model to study 49 adipose regulation. However, the miRNAs related to fat deposition during 50 the growth and development of rabbits are poorly defined. In this study, 51 miRNA-sequencing and bioinformatics analyses were used to profile the 52 miRNAs in rabbit perirenal adipose tissue at 35, 85 and 120 days 53 post-birth. Differentially expressed (DE) miRNAs between different 54 stages were identified by DEseq in R. Target genes of DE miRNAs were 55 predicted by TargetScan and miRanda. To explore the functions of 56 identified miRNAs, Gene Ontology (GO) enrichment and Kyoto 57 Encyclopedia of Genes and Genomes (KEGG) pathway analyses were 58 performed. Approximately 1.6 GB of data was obtained by miRNA-seq. 59 A total of 987 miRNAs (780 known and 207 newly predicted) and 174 60 DE miRNAs were identified. The miRNAs ranged from 18nt to 26nt. GO 61 enrichment and KEGG pathway analyses revealed that the target genes of 62 the DE miRNAs were mainly involved in zinc ion binding, regulation of 63 cell growth, MAPK signaling pathway, and other adipose 64 hypertrophy-related pathways. Six DE miRNAs were randomly selected 65 and their expression profiles were validated by q-PCR. In summary, we 66 4 provide the first report of the miRNA profiles of rabbit adipose tissue 67 during different growth stages. Our data provide a theoretical reference 68 for subsequent studies on rabbit genetics, breeding and the regulatory 69 mechanisms of adipose development.
Eight miRNA libraries of YR-1, YR-2, YR-3, MR-1, MR-2, TR-1, 176 TR-2, TR-3 were constructed and divided into YR, MR, TR groups. Up to 177 1.6GB of data was obtained, and 8 libraries consisting of raw reads 178 ranging from 10138426 to 15721988 were generated. FastQC (0.10.1) 179 software was used to control data quality, through the removal of 3ADT Table 2) .
187
Length distribution of the candidate miRNAs 188 Following counting and analysis of the original sequencing data, the 189 length distribution of the miRNAs in the 8 libraries were similar, varying 190 from 18 nt～26 nt, with 22nt miRNAs most frequent (Figure 1) . To
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The results showed that number of the miRNAs in the 8 libraries were 194 similar with > 60% of the reads 20～24 nt in size, consistent with the 195 characteristics of Dicer enzyme cleavage. Some miRNAs were in 25nt 196 and 26nt in length, accounting for < 6% of the total sequences( Table 3) .
197
Annotation and identification of miRNAs 198 To obtain conserved miRNAs in rabbit adipose tissue, the 
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These results showed that miRNA expression gradually increases during 209 the adipose growth of rabbits.
210
As the sequence lengths of the miRNAs influence their regulation, 211 the length distribution of the 987 miRNAs were assessed. The results 212 showed that the lengths ranged from 18-26 nt, with 398 miRNAs 22 nt in 
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We compared the identified miRNAs to other species, which were 299 distributed into 67 miRNAs that included has, mmu, and bta. In-depth 300 analysis of the obtained miRNAs lengths revealed that both known 301 miRNAs and newly predicted miRNAs were mainly 22 nt in length, and growth factor-β signaling. International Journal of Obesity. 
